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. Distribution of the absolute value of Spearman rank correlation coefficient between gene expression levels and EBV copy numbers. Blue, green, purple, and orange curves correspond to correlation coefficients in cycle 0, cycle 2, cycle 4, and cycle 6 LCLs, respectively. Black, dark gray, and light gray curves correspond to each of the three null distributions within each cycle (expectation based on permutation). Figure S5 . Box plots of within-individual pair-wise Pearson correlation coefficients of gene expression profiles in cycle 0 (c0), cycle 2 (c2), cycle 4 (c4), and cycle 6 (c6) LCLs.
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./01/2 324/5/4678 "9::;870/92 ! #! Figure S6 . Plots of the first two principal components of the PCA after regressing out the effects of EBV and mtDNA copy numbers. PCA was applied to the genome-wide expression data of A) cycle 0 and cycle 2 B) cycle 0 and cycle 4 C) cycle 0 and cycle 6 LCLs. Numbers correspond to each of six individuals. showing the percent genes with eQTLs (as identified in eQTL studies in cortex, liver, fibroblast, T cell, and monocyte) among all the genes detected as expressed and among 'highly variable' genes in B cells, cycle 0, cycle 2, cycle 4, and cycle 6 LCLs. For each eQTL study, Fisher's exact test (two-sided) was used to test the null hypothesis that the proportion of genes with eQTLs among 'highly variable' genes is equal to that among all the genes in our data. Asterisks indicate P values < 8.3x10 -4 (Bonferroni corrected significance threshold). P values of each comparison are included in Table S8 . . A) Mean coefficient of variation of gene expression within each cell type/freeze-thaw cycle for all the genes detected as expressed and for genes with eQTLs in seven different eQTL studies performed in LCLs. B) Mean coefficient of variation of gene expression within each cell type/freeze-thaw cycle for all the genes detected as expressed and for genes with eQTLs in eQTL studies performed in cortex, liver, fibroblast, T cell, and monocyte. Table S1 . Properties of the cells used in the study. For CD20+ B cells, time period of cell isolation/culturing corresponds to the dates when the cells were isolated. For Cycle 0 LCLs, time period of cell isolation/culturing corresponds to the dates from LCL establishment to freezing-down. For the rest of the LCLs, time period of cell isolation/culturing corresponds to the dates from thawing the LCLs to freezing-down. Number of freeze-thaw cycles is the number of times cells were frozen-thawed prior to cell culturing. Passage number refers to the number of times that a cell population has been transferred from one cell culture flask to another. RNA/DNA and gene expression data collection were performed at every other freeze-thaw cycle. 5.8x10 Table S8 . P values derived from testing (Fisher's exact test; two-sided) the null hypothesis that the proportion of genes with eQTLs among 'highly variable' genes (HVG) is equal to that among all the genes in our data. ! ""! Table S11 . P values from the linear regressions testing the association between three variables (cell type, freeze-thaw cycle, individual) and the axis-scores of the first five principal components A) PCA was applied to 10,313 genes that were detected as expressed. B) PCA was applied to 26, 49, 42, 47, 53, 93 , and 57 genes that were both among the 'highly variable' genes across all cell types/freeze-thaw cycles in our study and that had eQTLs in the corresponding eQTL studies (in LCLs). C) PCA was applied to 2, 56, 32, 30, and 138 genes that were both among the 'highly variable' genes across all cell types/freeze-thaw cycles in our study and that had eQTLs in the corresponding eQTL studies (in cortex, liver, fibroblast, T cell, and monocyte). A) 
